Pseudomonas aeruginosa is a frequent human pathogen that increasingly causes chronic infections of nonhealing wounds. Here we present the 6.8 Mb draft genome of strain WS394, a multidrug-resistant chronic ulcer isolate that exhibited outstanding high cell cytotoxicity despite defective secretion of exotoxin U, suggesting a habitat-dependent adaptation process.
seudomonas aeruginosa is a prevalent Gram-negative human pathogen that causes a variety of acute and chronic infections affecting predominantly immunocompromised hosts. Chronic infections such as cystic fibrosis (CF) lung infection due to P. aeruginosa are often difficult to treat due to several phenotypic adaptations of this pathogen, including multiple antibiotic resistances (1) . Strain WS394 represents a sequential wound isolate from a chronic ulcus cruris of a male patient from Romania. A phenotypic characterization of strain WS394 carried out as described previously (2) revealed the following features: (i) resistance against all available anti-pseudomonal antibiotics except colistin, (ii) polyagglutinating phenotype (with O antisera; BioRad, Munich, Germany), (iii) negative for pyocyanin, (iv) very weak elastase activity, (v) incapability to secrete exotoxin U (ExoU) into culture supernatant, and (vi) high cell cytotoxicity against J774 macrophages. ExoU is a potent cytotoxin with phospholipase A2 activity causing rapid necrotic death in many cell types that may lead to epithelial barrier injury, inhibition of the innate immune response, and impaired wound repair. However, ExoU-secreting, and therefore typically highly virulent, strains were found to be less prevalent in human infections (3) .
P. aeruginosa genomes range from 5.8 to 7.3 megabases (Mb) in size, with GϩC contents of about 66% (http://www .pseudomonas.com). Here, we announce the draft genome of the wound isolate P. aeruginosa WS394. To obtain the draft genome sequence, we extracted genomic DNA to construct a paired-end library for shotgun sequencing with the Genome Sequencer FLX (GS FLX) system by means of Titanium technology (Roche), as described recently (4, 5) . Standard protocols were followed as per the manufacturer's instructions. Assembly with the GS de novo Assembly software (Newbler) covered 182,064,447 bases from 815,097 aligned individual reads, among them 324,781 pairedend reads. The average size of the paired-end DNA fragments was 2,602 Ϯ 650 bases. The assembly resulted in 27 scaffolds by utilizing the paired-end information. The scaffolds covered 6,754,356 bp, with an average coverage of 26.4ϫ by shotgun reads. The genome had a GϩC content of 66.07%.
Automated genome annotation was carried out by means of GenDB software (6) . By automated gene prediction, 6,207 protein-coding sequences (CDSs) and 61 RNA-coding genes were identified for P. aeruginosa WS394. Comparative analysis employing the EDGAR software (7) confirmed the presence of a wellconserved exoU gene and the absence of an exoS gene, both of which are substrates of the Pseudomonas type III secretion system (T3SS) and are present in a mutually exclusive manner in P. aeruginosa genomes (8) .
A more detailed analysis of the genome of WS394 will contribute to our understanding on the pathogenicity and habitatadaptation of chronic wound-infecting pseudomonads and facilitate deeper insights into multidrug resistance of P. aeruginosa.
Nucleotide sequence accession number. The whole-genome sequencing project for P. aeruginosa WS394 has been deposited at EMBL/GenBank/DDBJ under the accession number CBYA000000000. The version described in this paper is the first version.
